We present the complete genome assembly of Streptococcus pyogenes ATCC 19615 (Rosenbach) as submitted to GenBank under accession number CP008926. This group A nonmotile ␤-hemolytic clinical isolate is used for quality control in a variety of commercially available tests. The assembled genome is 1.84 Mb (38.5% G؉C content) and contains 1,788 coding regions.
treptococcus pyogenes infections are highly diverse symptomatically and include soft tissue infections, toxic shock syndrome, and pneumonia (1) . Notably, this organism is the cause of up to 30% of childhood acute bacterial pharyngitis cases (2) , and up to 20% of asymptomatic children may be carriers at various times of the year (3) .
High-quality genomic DNA was extracted from a purified isolate using a Qiagen Genomic-tip 500 at the USAMRIID Diagnostic Systems Divisions (DSD). Specifically, a 100-mL bacterial culture was grown to stationary phase and nucleic acid extracted as per manufacturer's recommendations. Sequence data generated include both Illumina (standard unpaired 100-bp library at 1,000-fold genome coverage) and Roche 454 (7,892-Ϯ 1,973-bp insert, 62-fold genome coverage) data types (4, 5) . The two libraries were assembled together in Newbler (Roche) and the consensus sequences computationally shredded into 2-kbp overlapping fake reads (shreds). The raw reads were also assembled in Velvet, and those consensus sequences were computationally shredded into 1.5-kbp overlapping shreds (6) . Draft data from all platforms were then assembled together with Allpaths and the consensus sequences computationally shredded into 10-kbp overlapping shreds (7) . We then integrated the Newbler consensus shreds, Velvet consensus shreds, Allpaths consensus shreds, and a subset of the long-insert read pairs using parallel Phrap (High Performance Software, LLC). Possible misassemblies were corrected and some gap closure accomplished with manual editing in Consed (8) (9) (10) .
Automatic annotation for the S. pyogenes ATCC 19615 genome utilized an Ergatis-based workflow at LANL with minor manual curation. The complete annotated genome assembly is available in NCBI and raw data can be provided upon request. This finished assembly includes one chromosome (1,844,804-bp, 38.5% GϩC content) that contains 1,788 CDS, 18 rRNAs, and 67 tRNAs. Two M proteins are encoded, serotypes 5 and 49.
Nucleotide sequence accession number. The annotated genome assembly of S. pyogenes ATCC 19615 is available in GenBank under accession number CP008926.
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